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Editorial Foreword 
 
This issue of IJCB contains relevant paper of the Biomining’2014 Workshop held at the 
National Centre for Scientific and Technical Research (CNRST) Rabat-Morocco in 
September 2014. This Workshop on Biological and Genomics Data Mining 'Biomining2014' 
is organized by H3A Bioinformatics Network –Morocco with the participation of the 
Moroccan Classification Society and the Biotechnologies Laboratory of Mohammed V 
university-Rabat. The purpose of this event is to bring together researchers and practitioners 
interested in the application of computational systems and information technologies to the 
field of systems biology. This edition focuses on new developments in genome 
bioinformatics and computational biology for understanding biological processes. 
 
Each submission was evaluated anonymously by three reviewers. Out of all the articles 
submitted, the program committee selected 3 papers for publication in this issue of IJCB. We 
would like to sincerely thank the members of the program committee for the high quality of 
their constructive review. 
 
The first paper consist in the development of “SAM_MSDA” application that makes 
statistical analysis of mass spectrometry data simpler and easy. Some Known algorithms for 
differential analysis of Mass spectroscopy data have been integrated, like SAM and ANOVA. 
Results, show the effective significance of SELDI-MS data analysis using this application. 
 
The second paper investigates a new mathematical model to study the dynamic process of 
HBV infection on the liver. In this paper, authors proposed a new mathematical model based 
on Cellular Auotomata approach to simulate the interaction between the heapathocytes healty 
cells and the infected heapathocytes by HBV infection This model is based on a three 
dimensional cellular automaton, which is composed of four state variables. The model takes 
into account the heterogeneous feature and the spatial localization of the population studied. 
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The Third paper explores about an NP-hard problem of Microarray Data biclustering where 
authors attempts to develop a comprehensive gesture on heuristic algorithms used to 
approximate the biclustering by finding suboptimal solutions. 
 
Besides papers selected from Biomining'14, few other papers have also been included in this 
issue through regular submission process to IJCB. We got an interesting view on sharing and 
win attitude through an editorial from Bizzaro J.F. and Survajhala P. A review article on the 
emerging role of IRGM gene in immunological aspects and autophagy and how 
bioinformatics can help in accelerating such processes and studies is interestingly elaborated 
by Changotra H. A research article on perfect amino acid repeats database by Kumar et al has 
been included in the database and web server section.  
 
A research article on the in silico analysis of identification of Salmonella strains of 
phyllosphere food poisoning by melt curve analysis by Prakash R rpovides important 
information on functional aspects of food technology and proposes another good application 
of computational biology. Computational structural analysis of C-terminal residues of 
proteins containing transmembrane regions by RishyaKulya M.C. and Saravanan K.M. 
focuses on the application of computer aided structural and molecular analysis.   
 
It is believed that the compiled papers will provide important insights into the progress of 
computational aspects for the biological data analysis. 
 
Wishing you all an excellent readership, 
 
Ahmed Moussa      Tiratha Raj Singh 
Chair, Biomoning'14     PC Member, Biomining'14 
Editorial Board Member, IJCB    Managing Editor, IJCB  
 
 
